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"Algorithms and analysis of human disease genomics" 
1. The recent success of genome-wide association studies has been made 
possible, in part, by the concurrent statistical development of genotype calling 
algorithms which can quickly and accurately analyze gigabytes of data. 
(This thesis) 
2. Genome-wide association studies involving whole genome amplified DNA 
should be avoided unless there is extensive regional linkage disequilibrium to 
corroborate a phenotype-associated variant. 
(This thesis) 
3. The integration of more levels of human biological information (e.g. from the 
metabolome and proteome) is essential toward understanding the biological 
basis of disease and will allow researchers to elucidate the chain of causation. 
(This thesis) 
4. The statistics underlying network analysis is still in its infancy and there is 
surely more power to be gained from more sophisticated approaches. 
(This thesis) 
5. Direct-to-consumer genetic testing should be heavily regulated by national and 
international law. 
6. Genetic testing of all kinds should remain confidential and private between an 
individual and their requisite genetic counselor. 
7. The genetic and environmental components of all common diseases have not 
been well quantified and the genetic community will be surprised by the size 
of the latter, especially during early childhood.
8. Correlation is often confused with causality and the term 'causative genetic 
variant' is often used too lightly. 
9. The United States of America has done itself and the world a service with the 
election of Barack Obama, but his election should not be viewed as proof of 
the United States’ post-racial attitude. As most other countries, it has a long 
way to go towards balanced racial perceptions. 
10. Airport security is currently overbearing and arbitrary. 
